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SEQUENCE LISTING 

(1) GENERAL INB*9RMATION : 

(i) APPLICAtJT: Huse , William D. 

(ii) TITLE OF \lNVENTION : Ant i -Alpha V Beta 3 Recombinant Human 

Antiboqies, Nucleic Acids Encoding Same and Methods of Use 

(iii) NUMBER OF ^QUENCES : 24 

(iv) CORRESPONDEl^CE ADDRESS: 

(A) ADDRESSEE: Campbell & Flores LLP 

(B) STREET: ^370 La Jolla Village Drive, Suite 700 

(C) CITY: Sam Diego 

(D) STATE: California 

(E) COUNTRY: United States 

(F) ZIP: 92122 

(v) COMPUTER READABLE \ FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBmNpC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS 

(D) SOFTWARE: Pateii^In Release #1.0, 



Version #1.2 5 



(vi) CURRENT APPLICATION D^TA: 

(A) APPLICATION NUMBER: 

(B) FILING DATE: \ 

(C) CLASSIFICATION: \ 

(viii) ATTORNEY/AGENT INFORMATION: 

(A) NAME: Campbell, CathVyn A. 

(B) REGISTRATION NUMBER: \31,815 

(C) REFERENCE/DOCKET NUMBER: P-IX 2405 

(ix) TELECOMMUNICATION INFORMATION 

(A) TELEPHONE: (619) 535-90C 

(B) TELEFAX: (619) 535-8949 



(2) INFORMATION FOR SEQ ID NO : 1 : 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

( D ) TOPOLOGY : 1 inear 



(ix) FEATURE: 

(A) NAME/KEY : CDS 

(B) LOCATION: 1..351 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 



CAG GTG CAG CTG GTG GAG TCT GGG GGA GGC GTT GTG C^ 
Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val 
15 10 



CCT GGA AGG 
Pro Gly Arg 
15 



48 



TCC CTG AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTC 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
20 25 



.GT AGC TAT 
ler Ser Tyr 
^0 



96 



\ 



50 



GAC ATG TCT TGG GTT CGC CAG GCT CCG GGC AAG GGT CTG GAG TGG GTC 
Asp Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 \ 40 45 

GCA AAA GTT AGT AGTv GGT GGT GGT AGC ACC TAG TAT TTA GAC ACT GTG 
Ala Lys Val Ser SerXciy Gly Gly Ser Thr Tyr Tyr Leu Asp Thr Val 
50 \ 55 60 



144 



192 



CAG GGC CGA TTC ACC A^ 
Gin Gly Arg Phe Thr 
65 7( 



TCC AGA GAC AAT AGT AAG AAC ACC CTA TAC 
Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
75 80 



240 



CTG CAA ATG AAC TCT CTG \AGA GCC GAG GAC ACA GCC GTG TAT TAC TGT 
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 \ 90 95 



\ 



TTT GCT TAC TGG GGC CAA GGG ACT ACA 
Phe Ala Tyr Trp Gly Gin Gly Thr Thr 
105 110 





GCA AGA CAT AAC TAC GGC AG' 
Ala Arg His Asn Tyr Gly Se 
100 

GTG ACT GTT TCT AGT 
Val Thr Val Ser Ser 
115 



(2) INFORMATION FOR SEQ ID NO : 2 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ tD NO : 2 : 

Gin Val Gin Leu Val Glu Ser Gly Gly Glyv Val Val Gin Pro Gly Arg 
1 5 10\ 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 \ 30 

Met Ser Trp Val Arg Gin Ala Pro Gly Lys\Gly Leu Glu Trp Val 
35 40 \ 45 



Ala Lys Val Ser Ser Gly Gly Gly Ser Thr Tyr Tyr Leu Asp Thr Val 
50 55 60\ 

Gin Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 \ 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala VaA Tyr Tyr Cys 
85 90 \ 95 

Ala Arg His Asn Tyr Gly Ser Phe Ala Tyr Trp Gly Gin G\y Thr Thr 
100 105 13 

Val Thr Val Ser Ser 
115 



288 



336 



351 



51 



(2) INFORMATION \FOR SEQ ID NO : 3 : 

(i) SEQUENCEl CHARACTERISTICS : 

(A) LENGTH: 321 base pairs 

(B) TYPEy: nucleic acid 

(C) STRANDEDNESS: single 

( D ) TOPOllpGY : 1 inear 



(ix) FEATURE: 

(A) NAME/KEV: CDS 

(B) LOCATION^: 1..321 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 



GAG ATT GTG CTA ACT CAG 
Glu lie Val Leu Thr Gin 
1 5 

GAA AGG GCG ACT CTT TCC 
Glu Arg Ala Thr Leu Ser 
20 

CTA CAC TGG TAT CAA CAA 
Leu His Trp Tyr Gin Gin 
35 

MKK TAT CGT TCC CAG TCC 
Xaa Tyr Arg Ser Gin Ser 
50 

AGT GGA TCA GGG ACA GAT 
Ser Gly Ser Gly Thr Asp 
65 70 

GAA GAT TTT GCA GTC TAT 
Glu Asp Phe Ala Val Tyr 
85 



?T CCA GCC ACC CTG 
Pro Ala Thr Leu 
10 

TGC ^AG GCC AGC CAA 
Cys G^n Ala Ser Gin 
25 

AGG CCTX GGT CAA GCC 
Arg Pro\Gly Gin Ala 
40 

ATC TCT GSG ATC CCC 
lie Ser Gly He Pro 
55 



TTC ACC CTC 
Phe Thr Leu 



\CT ATC 
blhr He 
75 



TAC TGT CAA CAQy AGT 
Tyr Cys Gin Gln\Ser 
90 



TCT CTC AGC 
Ser Leu Ser 



AGT ATT AGC 
Ser He Ser 
30 

CCA AGG CTT 
Pro Arg Leu 
45 

GCC AGG TTC 
Ala Arg Phe 
60 

TCC AGT CTG 
Ser Ser Leu 



GGC AGC TGG 
Gly Ser Trp 



CCA GGA 
Pro Gly 
15 

AAC CAC 
Asn His 



CTC ATC 
Leu He 



AGT GGC 
Ser Gly 



GAG CCT 
Glu Pro 
80 

CCT CAC 
Pro His 
95 




ACG/TTC GGA GGG GGG ACC T^G GTG GAA ATT 
Tii± Phe Gly Gly Gly Thr Lys Val Glu He 
100 105 



AA<s 



(2) INFORMATION FOR SEQ ID NO : 4 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 107 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 ; 

Glu He Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu SeV Pro Gly 
1 5 10 \ 15 



48 



96 



144 



192 



240 



288 



321 



Glu Arg Ala Thr Leu Ser Cys Gin Ala Ser Gin Ser He Ser 
20 25 30 



\sn His 



Leu His Trp Tyr Gin Gin Arg Pro Gly Gin Ala Pro Arg Leu Ler^ He 
35 40 45 
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Xaa Tyr Arg\ Ser Gin Ser lie Ser Gly lie Pro Ala Arg Phe Ser Gly 
50 \ 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu Pro 
65 \^ 70 75 80 

Glu Asp Phe Alas Val Tyr Tyr Cys Gin Gin Ser Gly Ser Trp Pro His 
\ 85 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys 
100 \ 105 

(2) INFORMATION F0R\SEQ ID NO : 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: XBSl base pairs 

(B) TYPE: nuoleic acid 

(C) STRANDEDN^SS : single 

(D) TOPOLOGY: \inear 



(ix) FEATURE: 

(A) NAME/KEY: CDS' 

(B) LOCATION: 1. .3* 



(xi) SEQUENCE DESCRIPTION: ^SEQ ID NO : 5 : 



GAA GTG CAG CTG GTG GAG TCT GGG 
Glu Val Gin Leu Val Glu Ser Gly 
1 5 



3GA GGC TTA GTG AAG CCT GGA AGG 
Gly Gly Leu Val Lys Pro Gly Arg 
10 15 



48 



TCC CTG AGA CTC TCC TGT GCA GCC 
Ser Leu Arg Leu Ser Cys Ala Ala 
20 



TCT 'qGA TTC GCT TTC AGT AGC TAT 
Ser C^ly Phe Ala Phe Ser Ser Tyr 
25 \ 30 



96 



GAC ATG TCT TGG GTT CGC CAG ATT 
Asp Met Ser Trp Val Arg Gin lie 
35 40 



GTT AGT AGT GGT GGT GGT 
lys Val Ser Ser Gly Gly Gly 
50 55 



GGC CGA TTC ACC ATC TCC AGA 
Gly Arg Phe Thr lie Ser Arg 
70 

CAA ATG AGC AGT CTG AAC TCT 
Gin Met Ser Ser Leu Asn Ser 
85 



CCG GAG >AAG AGG CTG GAG TGG GTC 
Pro Glu Dys Arg Leu Glu Trp Val 
45 



AGC ACC TAC 
Ser Thr Tyr 



GAC AAT GCC AAG> 
Asp Asn Ala Lys 
75 




TTA GAC ACT GTG 
r Leu Asp Thr Val 
p 



C ACC CTA TAC 
sn Thr Leu Tyr 
80 



CTG 
Leu 



GAG GAC ACA GCC ATGNsTAT TAC TGT 
Glu Asp Thr Ala Met Xyr Tyr Cys 
90 \ 95 



144 



192 



240 



288 



GCA AGA CAT AAC TAC GGC AGT TTT 
Ala Arg His Asn Tyr Gly Ser Phe 
100 



GCT TAC TGG GGC CAA GGGNACT CTG 
Ala Tyr Trp Gly Gin Gly T{ir Leu 
105 110 



336 



GTC ACT GTC TCT GCA 
Val Thr Val Ser Ala 
115 



351 



(2) INFORMATION FOR SEQ ID NO : 6 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 

(B) TYPE: amino acid 
( D ) TOPOLOGY : 1 inear 
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(ii) rtoLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 

Glu Val Gin Leii Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Arg 
1 \ 5 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ala Phe Ser Ser Tyr 
20 \ 25 30 

Asp Met Ser Trp Vajv. Arg Gin lie Pro Glu Lys Arg Leu Glu Trp Val 
35 \ 40 45 

Ala Lys Val Ser Ser Gly Gly Gly Ser Thr Tyr Tyr Leu Asp Thr Val 
50 \ 

Gin Gly Arg Phe Thr Ile^Ser Arg Asp Asn Ala Lys Asn Thr Leu Tyr 
65 70 \ 75 80 

Leu Gin Met Ser Ser Leu AsnXser Glu Asp Thr Ala Met Tyr Tyr Cys 
85 \ 90 95 

Ala Arg His Asn Tyr Gly Ser Pfie Ala Tyr Trp Gly Gin Gly Thr Leu 
100 \ 105 110 

Val Thr Val Ser Ala 
115 

(2) INFORMATION FOR SEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 321 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 




j^) FEATURE: 

(A) N;yyiE/KEY: CDS 

(B) LOCATION: 1..321 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 

GAT ATT GTG CTA ACT CAG TCT CCA GCC ACC CTG TCT GT\G ACA CCA GGA 
Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Val Thr Pro Gly 
1 5 10 \ 15 



48 



GAT AGC GTC AGT CTT TCC TGC CAG GCC AGC CAA AGT ATT AGC AAC CAC 
Asp Ser Val Ser Leu Ser Cys Gin Ala Ser Gin Ser lie Ser Asn His 
20 25 30\ 



96 



CTA CAC TGG TAT CAA CAA AAA TCA CAT GAG TCT CCA AGG CTT CTC ATC 
Leu His Trp Tyr Gin Gin Lys Ser His Glu Ser Pro Arg Leu L^u lie 
35 40 45 \ 



144 



AAG TAT CGT TCC CAG TCC ATC TCT GGG ATC CCC TCC AGG TTC AGT GGC 
Lys Tyr Arg Ser Gin Ser lie Ser Gly lie Pro Ser Arg Phe Ser Gly 
50 55 60 



192 



AGT GGA TCA GGG ACA GAT TTC GCT CTC AGT ATC AAC AGT GTG GAG ACT 
Ser Gly Ser Gly Thr Asp Phe Ala Leu Ser lie Asn Ser Val Glu Thr 
65 70 75 80 
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GAA GATXtTT GGA ATG TAT TTC TGT CAA CAG AGT GGC AGC TGG CCT CAC 

Glu Asp \he Gly Met Tyr Phe Cys Gin Gin Ser Gly Ser Trp Pro His 
85 90 95 

ACG TTC GGA GGG GGG ACC AAG CTG GAA ATT AAG 

Thr Phe GlyyGly Gly Thr Lys Leu Glu lie Lys 

LOO 105 



288 



321 



(2) INFORMATION. FOR SEQ ID NO : 8 : 

(i) SEQUeWe CHARACTERISTICS: 

(A) LENGTH: 107 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 8 : 

lie Val Leu Thr GlA Ser Pro Ala Thr Leu Ser Val 
5 \ 10 



Asp 
1 

Asp 

Leu 

Lys 

Ser 
65 

Glu 
Thr 



Thr Pro 
15 



Gly 



Ser Val Ser Leu Ser 
20 



rs Gin Ala Ser Gin Ser lie 
25 



His Trp Tyr Gin Gin Lys Ser His Glu Ser Pro Arg 
35 \ 40 45 

Tyr Arg Ser Gin Ser lie teer Gly lie Pro Ser Arg 
50 55 \ 60 



Gly Ser Gly Thr Asp Phe 
70 



AlV Leu Ser lie Asn Ser 
75 



Asp Phe Gly Met Tyr Phe Cys Vsin Gin Ser Gly Ser 
85 \ 90 



Ser Asn His 
30 

Leu Leu lie 

Phe Ser Gly 

Val Glu Thr 
80 

Trp Pro His 
95 



Phe Gly Gly Gly Thr Lys Leu 

100 1( 



,u lie Lys 



(2) INFORMATION FOR SEQ ID NO : 9 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 84 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO\9: 
CAGGTGCAGC TGGTGGAGTC TGGGGGAGGC GTTGTGCA<3fC CTGGAAGGTC CCTGAGACTC 
TCCTGTGCAG CCTCTGGATT CACC 
(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 84 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



60 
84 



# 
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(xi) SEQUEllfCE DESCRIPTION: SEQ ID NO: 10: 
AACTTTTGCG ACCC^CTCCA GACCCTTGCC CGGAGCCTGG CGAACCCAAG ACATGTCATA 60 
GCTACTGAAG GTGAATCCAG AGGC 84 
(2) INFORMATION FOR SEQ ID NO : 11 : 

(i) SEQUENCEy CHARACTERISTICS : 

(A) LENGTH: 87 base pairs 

(B) TYPEV: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:ll: 
TGGGTCGCAA AAGTTAGTAG TGGTGGTGGT AGCACCTACT ATTTAGACAC TGTGCAGGGC 60 
CGATTCACCA TCTCCAGAGA C^ATAGT 87 
(2) INFORMATION FOR SEQ XD NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 bkse pairs 

(B) TYPE: nucleicV acid 

(C) STRANDEDNESS : \s ingle 

( D ) TOPOLOGY : 1 ine^r 



(xi) SEQUENCE DESCRIPTION: >SEQ ID NO:12: 
TGCACAGTAA TACACGGCTG TGTCCTCGGc\ TCTCAGAGAG TTCATTTGCA GGTATAGGGT 
GTTCTTACTA TTGTCTCTGG A 
(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 75 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



60 
81 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO : M : 
GTGTATTACT GTGCAAGACA TAACTACGGC AGTTTTGCTTV ACTGGGGCCA AGGGACTACA 
GTGACTGTTT CTAGT 



60 
75 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 87 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 
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GAGATTGTGC tAaCTCAGTC TCCAGCCACC CTGTCTCTCA GCCCAGGAGA AAGGGCGACT 
CTTTCCTGCC AGGCCAGCCA AAGTATT 
(2) INFORMATIONVFOR SEQ id NO: 15: 

(i) SEQUENCE. CHARACTERISTICS : 

(A) LENGTH: 75 base pairs 

(B) TYPE^^nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



60 
87 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 
TTAGATGAGA AGCCTTGGGG CT^GACCAGG CCTTTGTTGA TACCAGTGTA GGTGGTTGCT 
AATACTTTGG CTGGC 

(2) INFORMATION FOR SEQ ID^O:16: 

(i) SEQUENCE CHARACTER I iST I CS : 

(A) LENGTH: 84 base\ pairs 

(B) TYPE: nucleic acdd 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



60 
75 



(xi) SEQUENCE DESCRIPTION: SEQXID NO: 16: 



y3 



VTCTCTG GGATCCCCGC CAGGTTCAGT 




CCAAGGCTTC TCATCTAATA TCGTTCCCAG 
GGCAGTGGAT CAGGGACAGA TTTC 
(2) INFORMATION FOR SEQ ID NO: 17: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 
GCTGCCACTC TGTTGACAGT AATAGACTGC AAAATCTTCA GGCXCCAGAC TGGAGATAGT 
GAGGGTGAAA TCTGTCCCTG A 
(2) INFORMATION FOR SEQ ID NO: 18: 



60 
84 



60 
81 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 
CAACAGAGTG GCAGCTGGCC TCACACGTTC GGAGGGGGGA CCAAGGTGGA AATTAAC 



57 



# 



57 



(2) INFORf^ATION FOR SEQ ID NO: 19: 

(i) SEQUENCE CHARACTERISTICS: 
i) LENGTH: 36 base pairs 
(6) TYPE: nucleic acid 
(C\ STRANDEDNESS : single 
(D)\ TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 
GCCCAACCAG CCATGGtCGA TATTGTGCTA ACTCAG 
(2) INFORMATION Fok SEQ ID NO: 20: 

(i) SEQUENCE CIUUtACTERISTICS : 

(A) LENGTH :\ 2 0 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDltesS : single 

(D) TOPOLOGY : \linear 



36 



-Ml 



(xi) SEQUENCE DESCRIPT^pN: SEQ ID NO: 20: 
ACAGTTGGTG CAGCATCAGC 
(2) INFORMATION FOR SEQ ID NO: 

(i) SEQUENCE CHARACTERISTIC 

(A) LENGTH: 36 base pai\s 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



20 



(xi) SEQUENCE DESCRIPTION: SEQ ID NG(:21: 
ACCCCTGTGG CAAAAGCCGA AGTGCAGCTG GTGGAG 
(2) INFORMATION FOR SEQ ID NO: 22: 



SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22; 
GATGGGGGTG TCGTTTTGGC 
(2) INFORMATION FOR SEQ ID NO: 23: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



36 
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(xi) SEQXJ^NCE DESCRIPTION: SEQ ID NO:23: 
GCTACTGAAG GCG^iATCCAG AG 
(2) INFORMATION HOR SEQ ID NO: 24: 

(i) SEQUENCE (S^IARACTERISTICS : 

(A) LENGTk: 23 base pairs 

(B) TYPE: \iucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY^; linear 



(ix) FEATURE: 

(A) NAME/KEY: miSsc_f eature 

(B) LOCATION: llVl3 

(D) OTHER INFORMATION: /note= " "NNN" represents a codon 
specifying any amino acid other than Lys . " 



(xi) SEQUENCE DESCRIPTION: 
GGGAACGATA NNNGATGAGA AGC 



3Q ID NO: 24 




22 



23 



